determining the presence of REV and establishing a baseline prevalence rate could be of value 67 for future conservation efforts in the Amazon biome. Brazilian and worldwide REV genomic sequences (n=16) (Fig 1) . Brazilian REV clustered 100 together with sequences sampled in the US, such as APC-566. Genetic distance at the nucleotide 101 level (p-distance) between the main REV strains and one representative Brazilian REV also 102 agreed that Brazilian REV is more closely related to the US samples representative of subtype 3, 103 such as MD-2 and APC-566, rather than to spleen necrosis virus (SNV) strain or China isolates 104 ( Fig. 1 
